ABSTRACT Erwinia persicina B64 was isolated from rotten onions in cold-storage facilities. Here, we report the complete genome sequence of E. persicina B64, which contains 5,070,450 bp with 55.17% GC content. The genome of this isolate is composed of one chromosome and two plasmids.
For whole-genome sequencing, E. persicina B64 was cultured in lysogeny broth (LB) in a shaker at 28°C, and 1 ml of culture at an optical density at 600 nm (OD 600 ) of 0.7 was harvested and centrifuged at 13,000 rpm for 1 min. Genomic DNA was prepared using the Wizard SV genomic DNA purification system (Promega, USA), according to the manufacturer's instructions. We sequenced the isolate B64 using a PacBio single-molecule real-time (SMRT) sequencing technology RS II system (Pacific Biosciences, USA) with a 20-kb library and P6-C4 chemistry. We produced 127,121 reads containing a total of 1,167,341,905 bp of 230-fold sequencing depth and an N 50 length of 19,069 bp. De novo assembly was performed using the PacBio SMRT Analysis 2.3.0 HGAP.2 software, with a minimum seed length of 6,000 bp, conducted by ChunLab, Inc. (South Korea); it has been reported that HGAP does not require PacBio raw read error correction with short reads due to the intrinsic function of the generation of highly accurate long sequences (11).
The complete genome of E. persicina B64 had a total size of 5,070,450 bp, GC content of 55.17%, 4,774 coding sequences, 22 rRNAs, and 82 tRNAs ( Table 1 ). The genome is composed of three circular contigs, with one circular chromosome of 4,795,673 bp and two circular plasmids of 144,252 bp (pEP1) and 130,525 bp (pEP2). This is the first report of the complete genome sequence of E. persicina, which is the first pathogen discovered from pink soft rot in onions.
Data availability. The genome sequence and raw read data of E. persicina B64 were deposited at the National Center for Biotechnology (NCBI, USA) GenBank database under the accession numbers CP022725, CP022726, and CP022727 and SRA accession number SRR5937954. 
